In the title compound, C 11 H 11 N 3 O 3 SÁ3H 2 O, the non-H atoms of the main molecule are approximately planar, with an r.m.s. deviation of 0.030 Å . There is a bifurcated intramolecular N-HÁ Á Á(O,S) hydrogen bond present forming S(6) and S(5) ring motifs. In the crystal, O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds link the molecules into a three-dimensional network.
Related literature
For the biological activities of thiazolidin-4-one compounds, see : Jain et al. (2012) ; Verma & Saraf (2008) ; Singh et al. (1981) . For the synthesis, see : Brown (1961) 
2. Experimental 2.1. Crystal data 
Data collection
Bruker APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.950, T max = 0.957 5460 measured reflections 2731 independent reflections 2266 reflections with I > 2(I) R int = 0.020 Table 1 Hydrogen-bond geometry (Å , ). (Jain, et al., 2012; Verma & Saraf, 2008; Singh et al., 1981) . Several hydrogen bond acceptor sites exist in these compounds, which could potentially lead to the formation of supermolecular structures. As part of our ongoing studies, the preparation and X-ray structure determination of the title compound, (I), was undertaken.
Refinement
In the title molecule ( 
S2. Experimental
The synthesis followed the prodecures of Brown (1961) . 4-(4-Methyl salicyloyl) thiosemicarbazide (2.25 g, 0.01 mol), ethyl bromoacetate (3.34 g, 0.02 mol) and 50 ml of ethyl alcohol were added to a round-bottom flask. The mixture was stirred for 10 minutes, then slowly warmed to boiling and stirred for 8 h. After cooling to room temperature, 40 ml of water were added and the reaction mixture was left for 12 h. The resulting precipitate was filtered and recrystallized with ethyl alcohol to give 2.30 g of the title compound. Single crystals suitable for X-ray diffraction analysis were growned by slow evaporation of a solution of the title compound in methanol/water/ether (20:7:5) at room temperature.
S3. Refinement
H atoms bonded to C and N atoms were placed in calculated positions and included in a riding-model approximation with C-H = 0.93-0.97Å, N-H = 0.86Å and U iso (H)=1.2U eq (C,N) or 1.5U eq (C methyl ). The hydroxyl H atom was placed in an 'as found′ position and refined as riding with U iso (H)=1.5U eq (O). The H atoms bonded to the solvent water molecules were included in positions which gave the most sensible and consistent hydrogen bond interactions and were refined as riding with U iso (H)=1.5U eq (O).
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Figure 1
The molecular structure of (I), showing 30% probability displacement ellipsoids. The solvent water molecules have been omitted for clarity. Dashed lines indicate hydrogen bonds. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

